Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.003 Å; disorder in main residue; R factor = 0.058; wR factor = 0.156; data-to-parameter ratio = 14.4.
In the title molecule, C 14 H 15 NO 3 , the ring system is essentially planar, with an r.m.s. deviation of 0.003 Å . The atoms of the ethane-1,2-diol group were refined as disordered over two sets of sites in a ratio of 0.815 (3):0.185 (3). The molecular conformation is stabilized in part by an intramolecular N-HÁ Á ÁO hydrogen bond, which forms an S(6) ring. In the crystal, molecules are connected by N-HÁ Á ÁO and O-HÁ Á ÁO hydrogen bonds, forming a two-dimensional network parallel to (100). The network also features weak C-HÁ Á ÁO hydrogen bonds. Weak C-HÁ Á Á interactions also observed.
Related literature
For pharmaceutical and industrial applications of azomethines, see: Prakash & Adhikari (2011) . For the effect of hydrophilicity on drug properties, see: Lin & Lu (1997) . For standard bond lengths, see: Allen et al. (1987) . For hydrogenbond motifs, see: Bernstein et al. (1995) . Table 1 Hydrogen-bond geometry (Å , ).
Experimental
Cg1 and Cg2 are the centroids of the C1-C5/C10 and C5-C10 rings, respectively. Symmetry codes: (i) x; y À 1; z; (ii) x; y þ 1; z; (iii) x; Ày þ 5 2 ; z þ 1 2 ; (iv) x; Ày þ 3 2 ; z þ 1 2 ; (v) x; Ày þ 1 2 ; z À 1 2 .
Data collection: CrystalClear-SM Expert (Rigaku, 2012) ; cell refinement: CrystalClear-SM Expert; data reduction: CrystalClear-SM Expert; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: PLATON (Spek, 2009) ; software used to prepare material for publication: WinGX (Farrugia, 2012) and PLATON.
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Figure 1
The molecular structure of the title compound with ellipsoids drawn at the 50% probability level. Only the major components of disorder are shown.
Figure 2
Crystal packing of (I) viewed along the b axis. Only the major component of disorder is shown. The hydrogen atoms not involved in the hydrogen bonds have been omitted for clarity. where P = (F o 2 + 2F c 2 )/3 (Δ/σ) max < 0.001 Δρ max = 0.67 e Å −3 Δρ min = −0.26 e Å −3 Special details Geometry. Bond distances, angles etc. have been calculated using the rounded fractional coordinates. All su's are estimated from the variances of the (full) variance-covariance matrix. The cell e.s.d.'s are taken into account in the estimation of distances, angles and torsion angles Refinement. Refinement on F 2 for ALL reflections except those flagged by the user for potential systematic errors. Weighted R-factors wR and all goodnesses of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The observed criterion of F 2 > σ(F 2 ) is used only for calculating -R-factor-obs etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
1-{(Z)-[(2,3-Dihydroxypropyl)amino]methylidene}naphthalen-2(1H)-one
R int = 0.025 θ max = 27.5°, θ min = 3.5°h = −30→30 k = −7→7 l = −11→9 Refinement Refinement on F 2 Least-squares matrix: full R[F 2 > 2σ(F 2 )] = 0.058 wR(F 2 ) = 0.156 S = 1.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )

